The saprotrophic ascomycete Xylaria hypoxylon is a widespread wooddecaying fungus on deciduous trees. Here, we report its draft genome sequence. The genome assembly has a size of 42.8 Mbp and a GϩC content of 47.1% and includes 11,038 predicted genes.
Enzymes involved in the oxidative degradation of lignocellulose and the conversion of aromatics such as cellobiose dehydrogenase, laccases/oxidases, dye-decolorizing peroxidases, and heme-thiolate peroxidases/peroxygenases were manually annotated and are available in GenPept (accession numbers shown in Table 1 ). Secondary metabolite biosynthetic gene clusters (BGCs) were predicted using antiSMASH v4.1.0 (16) . A total of 53 BGCs were identified, including BGCs for the production of 27 polyketides, 19 nonribosomal peptides, and seven terpenes.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number SKBN00000000. The version described in this paper is the first version, SKBN01000000. The Sequence Read Archive (SRA) accession number is SRR8662833. The associated BioProject accession number is PRJNA525368.
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